Dendrobium officinale Kimu et Migo has increased many researchers' interest for its high medical and horticultural values and the molecular mechanism of its protocorm development remains unclear. In this study, 19 genes from 26 most stably expressed genes in whole transcriptome of protocorms and 5 housekeeping genes were used as candidate reference genes and screened with 4 application softwares (geNorm, NormFinder, BestKeeper and RefFinder). The results showed that a few reference genes could effectively normalize expression level of specific genes in protocorm development and the optimal top 2 reference genes were ASS and APH1L. Meanwhile, validation of GNOM, AP2 and temperature induced gene (TIL) for normalization demonstrates the usefulness of the validated candidate reference genes. The expression profiles of these genes varied under protocorms and temperature stress according to the stablest and unstablest reference genes, which proved the importance of the choice of appropriate reference genes. The first systematic evaluation of stably expressed genes will be very useful in the future analysis of specific genes expression in D. officinale.
Introduction
Gene expression analysis is fundamentally important for identifying genes relevant to biological processes and provides insights into complex regulatory networks in which they are involved [1] . Quantitative real-time reverse transcription-PCR (RT-qPCR) [2] is one of the most reliable and reproducible techniques to measure and evaluate gene expression level [3] in order to confirm or interpretate the gene expression profiles [4] . Meanwhile, RT-qPCR results are inevitably affected by different experimental conditions, such as different amounts of starting materials, quality and integrity of template RNA samples, primer design and reverse transcription efficiency [5] . Additionally, random pipetting errors can also add technical variability to the data [6, 7] . These factors can potentially render the quantification of gene transcripts unreliable. In order to avoid non-specific variations or errors, it is essential to select stably expressed genes as internal standard to normalize the expression levels of target genes in unknown samples. These stably expressed genes are often called endogenous control or internal reference genes (IRGs).
Ideal IRGs should be stably expressed at different developmental stages and in various tissues. They should not be influenced by experimental procedures or co-regulated with the target genes. They should also be expressed in relatively abundance and have minimal innate variability [8] . Traditionally, IRGs have been chosen from housekeeping genes [9, 10] . The most frequently used ones in expression studies include Actin (ACT), glyceraldehyde-3-phosphate dehydrogenase (GAPDH), Tubulin (TUB), 18S rRNA gene, Ubiquitin (UBQ), and translation elongation factor 1-α (EF1α) [11, 12] , etc. Unfortunately, there is no universal IRGs that is expressed at a constant level under all conditions or in all tissues [12, 13] , and different species may have different available IRGs. The indiscriminate use of some housekeeping genes as IRGs is questionable, since their expression levels may be regulated according to different conditions [14] [15] [16] . Therefore, it is essential and fundamental to select appropriate IRGs for normalization of expression levels of target genes in appropriate biological process.
Dendrobium officinale Kimu et Migo, a well-known orchid plant in some countries of South and Southeast Asia, is valuable for its attractive flowers and medical use. Their embryogenesisis at a standstill at globular stage and the mature seed consisted of an immature globular embryo packaged by testa [17, 18] . The mature seed can germinate to form a yellowish green globular cell mass which called protocorm [17, 18] . Analogic globular cell mass, which is called protocorm-like body (PLB), can also be formed through somatic embryogenesis [19, 20] . Protocorms or PLBs are specific structures during the process of seed germination or somatic embryogenesis in orchids. According to our recent study, asymbiotic germination of D. officinale seeds pass through various stages including embryo activation (EA), protocorm (PC), promeristem (PM), shoot apical meristem (SAM), spheroidicity protocorm (SP), leaf primordium and vascular system (LPVS), root apical meristem (RAM), degeneration of protocorm (DP), etc (data not published). However, a series of molecular mechanism underlying the process remains unknown. D. officinale will be a model to investigate the molecular mechanism of the specific embryo development in orchids. We found some genes that are specifically expressed in the protocorms of D. officinale, in which a NAC gene, DcNAC, is specifically expressed in the promeristem [20] . In order to understand the regulatory mechanism of DcNACs and find more specific genes underlying the developmental process of protocorms, we carried out transcriptome sequencing of three samples at stages of protocorm, promeristem, SAM, respectively. A plethora of annotated unigenes relevant to plant development are found and many of them showed differential expressions. In order to identify the key genes involved in the developmental process, one of the prerequisites is to understand the expression profile. Therefore, it is essential to select and evaluate IRGs for expression analysis of protocorm development in D. officinale. So far, there hasn't been any comprehensive report of IRGs from protocorm or PLB development. In this study, 31tested genes from annotated transcriptomic unigenes of protocorms were used to find IRGs for gene expression stability analysis during protocorm development in D. officinale.
Materials and Methods

Plant materials and treatments
Protocorms of D. officinale were come from asymbiotically germinated seeds (harvested from the plants grown up on the pot in the laboratory) cultured on seed germination (SG) medium, in which the constituents are half macrocomponents, whole microcomponents, ferric salt components, and organic components of MS basal medium, supplemented with 3% sucrose and 0.6% agar, and pH was adjusted to 5.8 with 1 molÁL -1 NaOH or HCl. Plantlets originated from the protocorms were cultured on plantlet growth (PG) medium, supplemented with 1.07μM NAA on SG medium. The culturing chamber was set at 25±1°C and 14hrs lighting in each day. Abiotic stress treatments (PEG6000 and temperature stress) were performed under dark environment using aseptic young plantlets with 3~4 leaves, which are 3±0.2cm tall. In PEG6000 stress treatment, the plantlets were cultured on PG medium supplemented with 16.67mM PEG6000 for 1hr, 6hr, 12hr, 24hr and 48hr. In temperature stress treatment, the plantlets were cultured on PG medium at 5°C in freezer and 35°C in incubator for 1hr, 6hr, 12hr, 24hr and 48hr, respectively.
Total RNA isolation and cDNA preparation
Protocorms (at 6 stages of EA+PC, PM, SAM+SP, LPVS, RAM, DP from asymbiotically germinated seeds, and PLBs from embryonic calli), tissues (roots, stems and leaves from aseptic young plantlets cultured on PG medium, seeds and whole blooming flowers from the plants grown up on the pot in the laboratory), stem parts (shoot tip, node and internode from aseptic young plantlets cultured on PG medium), and the stressed plantlets were collected respectively. Total RNAs were extracted using Plant RNA Kit (OMEGA BIO-TEK), which were treated with RNase-free DNase I (TaKaRa) to remove genomic DNA, and should be suitable for RTqPCR studies according to their OD 260 /OD 280 ratios and electrophoresis in 1% agarose gel. Concentration and purity of isolated total RNAs were calculated from OD 260 /OD 280 with SYNERGY H1 microplate reader (BioTek 1 ), the integrity checked by electrophoresis in 1% agarose gel.
Transcriptomic analysis of protocorms at 3 stages (PC, PM and SAM) was performed using Illumina HiSeq™2000by Biomarker Technologies Co., Ltd (Beijing) (data not published), Reverse transcriptionsof total RNAs were performed with 1μg of total RNA in a total volume of 20μl with 2μl of 50μM oligo-dT(18) primer and 0.5μl of 200U/μl Reverse Transcriptase M-MLV (RNase H -) (TAKARA) according to the manufacture's recommendations, respectively. Before transcription, total RNAs and oligo-dT(18) primer were mixed and incubated at 70°C for 10min followed by cooling on ice more than 2min. The first strand cDNA synthesis was proceeded at 42°C for 1hr after adding M-MLV, dNTP mix, transcriptase buffer and RNase Inhibitor, followed by 70°C for 15min. All cDNA samples were diluted 1:10 with RNase-free water and then stored at -80°C freezer.
2.3 Primer design, RT-qPCR amplification and IRGs' selection 26 unigenes, in which the difference of gene expression among protocorms at 3 stages was less than 3.5%, and 5 housekeeping genes (Actin, Tubulin, EF-1α, GAPDH, SAND), which are most commonly used as internal control for expression studies [12] , were selected as tested genes in this study (Table 1 and S1 Table) . Gene symbol, Nr-Annotation, primer sequences, amplicon length, Tm values, amplification efficiency and correlation coefficients were listed in Table 1 . cDNAs of 31 tested genes were cloned with 3'RACE and 5'RACE technique according to their transcriptomic sequences and sequenced by Sangon Biotech (Shanghai) Co., Ltd. Primers for 
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Trihelix transcription factor GT-3b AGTGATCAAGAACGGCCCAG / TCTCCCACCAATGGGACTCT RT-qPCR amplification were designed according to the cDNA sequences of the tested genes using primer Premier 5.0 software with a melting temperature between 58-65°C, primer length 20-26bp, GC content about 50% and amplification lengths 100-300bp, and then synthesized by Sangon Biotech (Shanghai) Co., Ltd. RT-qPCR was performed using SYBR Green I on LightCycler 1 96 instrument (Roche Diagnostics). The PCR reaction volume was 10μl, which contains 0.5μl diluted cDNA solution, 5μl SYBR Premix Ex Taq™ II (Tli RNaseH Plus) (TaKaRa), and 0.8μl each of 5μM primer. The amplification program was set as follows: 30s at 95°C for preincubation, 40 cycles of 5s at 95°C for template denaturation, 10s at 60°C for annealing and 25s at 72°C for extension. Afterwards, a protocol with 10s at 95°C, 60s at 65°C and 1s at 97°C was used for melting curve analysis.
Selection of IRGs was finished with 2 steps. The primary 31 tested genes were first analyzed with 3 technical replicates for selecting candidate IRGs (CIRGs) according to average expression stability (M) values calculated by geNorm with both of protocorms and tissues. CIRGs were then analyzed for selecting IRGs with 3 biological replicates and 3 technical replicates. In technical replicate, cDNA in the RT-qPCR mixture was come from the same cDNA sample, while in biological replicate, cDNA in the RT-qPCR mixture come from different cDNA samples of same type of plant material. The difference of the cycle threshold values (Ct) was set to < 0.25 and the mean was used for RT-qPCR analysis among 3 technical replicates.
Assessment of gene expression stability and determination of IRGs
PCR amplification efficiency of each primer pairs was calculated by LinRegPCR program based on the raw fluorescence data taken from LightCycler 1 96 instrument. 3 application softwares (geNorm, NormFinder and Bestkeeper) were used to estimate gene expression stability [21] , and then transformed to relative quantities by the delta-Ct method for geNorm and NormFinder analysis. RefFinder (a user-friendly web-based comprehensive tool, which integrates the currently available major computational programs geNorm, Normfinder, BestKeeper and the comparative 2 -ΔΔCt method) [22] program was also used to estimate the comprehensive ranking of CIRGs based on raw Ct values. geNorm program was also used to determine the optimal number of IRGs required for effective normalization.
Validation of IRGs in protocorm development and temperature stress
GNOM had continuous expression in the whole process of embryonic development [23] . AP2 genes participate in many aspects of plant development [24, 25] , most of the known functions of AP2-like genes are important for developmental processes [24, 26] , for example, AtAP2 gene has many important functions in reproductive development and seed development [27] [28] [29] . In this study, a GNOM and AP2 gene from D. officinale [30] was used to validate the IRGs in protocorm development. RT-qPCR primer pairs of GNOM were designed as that the forward primer is 5'-CTTGTTTTCGGGTTGTTCAT-3' and the reverse 5'-GTTTGCCATTGCTTTTG CTA-3' . The primer pairs of AP2 were designed as that the forward is 5'-GAAACCTATCCGC CACAGA-3' and the reverse 5'-CATCCTAACGAACCCTCCA-3' . One of temperature-inducedlipocalin (TIL) gene in D. officinale was cloned and used to demonstrate the usefulness of IRGs in RT-qPCR. RT-qPCR primer pairs of TIL were designed as that the forward primer is 5'-AGAGAAAATGGGGAAAGGGAGC-3' and reverse 5'-CTGG GTTGGAAAAACGAAGGTA-3' .
Results
Amplification specificity and efficiency of tested genes
In order to guarantee the accuracy of the data for further analysis, the specificity of the primer pairs of 31 tested genes, 2 members of Actin gene family and 3 specific genes for validation were detected before RT-qPCR experiment. The melting curve and agarose gel electrophoresis were used to estimate amplification specificity by the presence of a single peak (S1 Fig) and (Table 1) . PCR amplification efficiency of each primer pair was between 1.8890±0.0427 for TUBB3 and 2.0467±0.0111 for DoActin85C (Table 1) . Correlation coefficients ranged between 0.9801±0.0129 for TUBB3 and 0.9996±0.0002 for HDAC5 and TFIIB (Table 1 ). All these results implicate that the primer pairs are adequate for RT-qPCR analysis.
CIRGs' selection and expression profile analysis
A total of 19 tested genes were selected as CIRGs for normalization of gene expression measures according to M values (S2 Table) , in which most of housekeeping genes in this study should be included in CIRGs for comparing the efficiency between novel stably expressed genes from transcriptomic analysis and commonly used housekeeping genes. The cycle threshold (Ct) values were obtained from 19 reactions with 19 RT-qPCR primer pairs of CIRGs and the expression levels of CIRGs across all samples were significantly different (Fig 1) 
Expression stability analysis of CIRGs
Expression stability of CIRGs were calculated by geNorm based on the M values [31] and the cut-off value was set as 1.5. The most stable reference gene has the lowest M value, on the contrary, highest M value showed reference gene the least stable. In our study, M values of CIRGs were plotted in Fig 2 and all of them less than 1.5, which showed that all CIRGs were rather stable. In protocorms, ASS and APH1L had the highest expression stability (the lowest M values), whereas TXNL2 was revealed the least stability (Fig 2A) . In different tissues, TCP1γ and T2-17479 were the most stable genes, while GAPDH was the least stable gene (Fig 2B) . If the protocorms and tissues (labeled as both) were taken together, the most stably expressed genes were TCP1γ and GABAT3 (Fig 2C) . The first 10 CIRGs from both of protocorms and tissues were selected for further study in stem parts and stressed plantlets. TFIIB and Actin1 performed the most stable expression in stem parts (Fig 2D) , while in temperature stress, T2-17479 and PhLP3 were the most stable genes (Fig 2E) , and in PEG stress, the most stable genes were GABAT3 and TFIIB (Fig 2F) .
The stability value and rank of CIRGs calculated by NormFinder was showed in Tables 2  and 3 . The results showed that ASS had the least stability value in protocorms, both and PEG stressed samples, indicating it was the most stable IRG in these samples. In different tissues and stem parts, the most stable reference genes were T2-17479. TFIIB showed the most expression stability under temperature stress. However, the ranking was varied from different samples, for example, ASS had the opposite result in stem parts and temperature stressed plantlets. Besides, housekeeping genes GAPDH, EF-1α and Actin1 were not a good choice with their higher expression stability values.
The comprehensive gene stability calculated by RefFinder was showed in Fig 3. In protocorms, ASS was the stablest IRG, TXNL2 was the unstablest IRG; in tissues T2-17479 was the stablest IRG, GAPDH was the unstablest IRG (Fig 3A and 3B) , While taking both protocorms and tissues together, the rank of CIRGs was different with protocorms and tissues, the stablest IRG was TCP1γ, the unstablest IRG was same as tissues (Fig 3C) . In stem parts, PhLP3 ranked at the top of CIRGs, while ASS showed the least expression stability (Fig 3D) . TFIIB was the stablest IRG in both temperature and PEG stressed, TCP1γ and Actin1 were the unstablest IRGs respectively (Fig 3E and 3F ).
Determination of optimal IRGs
The geNorm also performs stepwise calculations of the pair-wise variation (Vn/Vn+1) between sequential normalization factors (NFn and NFn+1) to determine the optimal number of reference genes required for accurate normalization [34] , and the cut-off value was usually set as 0.15. The larger pairwise variation means that the added gene had a more significant effect and should preferably be included to calculate a reliable normalization factor [1] . The pairwise variations (V) across all samples (Fig 4) were all less than the cut-off value (0.15) except the temperature stressed samples, indicating that two stable IRG were enough to normalize gene expression. When the samples were under temperature stressed, the pairwise variation of V2/3, V3/4 and V4/5 was 0.235, 0.204, 0.162 respectively (Fig 4B) , higher than 0.15, indicating that they were necessary to add the fifth CIRG for normalization of gene expression. As was shown in Fig 4, the pairwise variation of V5/6 was 0.129. Thus, at least five CIRG should be included to normalize gene expression under temperature stressed.
Validation of expression stability of housekeeping genes
In the former analyses of CIRGs, 3 housekeeping genes, Actin1, GAPDH and EF-1α, showed worse expression stability than some other CIRGs and were ranked behind. Actin1 performed more expression stability than other two housekeeping genes. Actin1 and other two members of Actin family (Actin7 and Actin85C) were selected to check the influence and validate the expression stability of housekeeping genes in IRGs' selection. Expression profile of 3 Actin genes in protocorm was showed in Fig 1B. The mean Ct values ranged from 22.66 to 30.21, in .22), indicating it was the most abundant reference transcript, while Actin1 was the least abundant transcript with Ct of 29.38. Although Actin1 had the highest Ct value among 3 Actin genes, it had the narrowest expression range (1.06) less than the 2.42 of Actin7 and 2.75 of Actin85C, which also indicated that Actin1 could be more stable on the other hand. Rank and expression stability value of 3 Actin genes in protocorms was showed in Tables 4 and S3 , it can be seen that Actin1 was stabler than Actin7 and Actin85C, Based on the coefficient of variance (CV) and the standard deviation (SD) of the Ct values [32, 33] , the results of BestKeeper analysis were also showed in Tables 2 and 3 . It showed that APH1L, USP13 and T2-17479 had CV±SD values of 0.68±0.20, 1.44±0.37 and 1.23±0.34 in protocorms, tissues and both of protocorms and tissues, indicating they were the most stable genes. In stem parts, the most stable gene was the same as the both samples. While under abiotic stress of temperature and PEG, the most stable genes were Actin1 and GABAT3, with the lowest CV±SD values.
doi:10.1371/journal.pone.0163478.t003 which was consistent with the analysis of expression profile, indicating that the primary screen of commonly used housekeeping genes as CIRGs was persuasive and the other members of a housekeeping gene were not better than the commonly used ones. In extreme condition, such as under temperature stress, the optimal number of IRGs was five genes' combination according to geNorm analysis (Fig 4B) , which was enough to normalize the interested genes. However, in some cases, such as in stem parts, Actin1 was a better reference gene for expression normalization; while in protocorms, the stablest Actin1among 3 Actin genes only ranked at 5, thus it was not essential that Actin1 could be included in optimal IRGs for normalization of interesting genes. In summary, the housekeeping genes, such as Actin1, were not suitable for gene expression normalization in all kinds of biological processes, optimal IRG or IRGs should be determined according to the specific experiment condition.
Validation of IRGs with GNOM, AP2 in protocorm development and TIL in temperature stressed process
It has been documented that the use of inappropriate reference genes can dramatically change the interpretation of the expression pattern of a given target gene [35] . For protocorms, 2 IRGs are enough for effective normalization (Fig 4A) , and 2 stablest IRGs are ASS and APHIL from 4 application softwares. The relative expression level of GNOM, AP2 normalized by different reference genes were showed in Fig 5A and 5B. The difference between expression levels normalized by 1 and 2 stablest reference genes was not significant, while it is significant between 1 or 2 stablest reference genes and the unstablest one (TXNL2). TIL gene expression under temperature stress was showed in Fig 5C . Its expression level in cold/heat stress was many times higher than in room temperature, and it more violently fluctuated in cold stress (5°C 
Discussion
Because of its health benefit and its slow growth cycle, wild D. officinale like many other Dendrobium species, has been exploited to near extinction and is now classified as one of the rare and endangered medicinal plants of China [30, 36] . Studies on D.officinale had a long history and had increased many researchers' interest in recent years for its health and medical function as well as the ornamental value. However, the molecular regulatory mechanism on growth, especially on protocorm development, at the genomic level remains unclear. In order to find out the expression profile of some specific genes on protocorm development, it was necessary to select and validate the effective IRGs for normalization of some specific genes. Expression level was an important index in studying the molecular mechanism of some specific genes in regulating the plant development, thus some means were developed to accurately measure the expression level of interested genes, especially for the relative expression level among multiple genes. Semiquantitation and RT-qPCR were the commonly used means for expression normalization. In pregenomic era, housekeeping genes were most commonly considered as reference genes in basic cellular processes [37] , such as Actin, SAND, Tubulin, ubiquitin and so on. Nevertheless, numerous researchers have already shown that the expression of these traditional genes might also be variational [12, [38] [39] [40] , this could also be seen from the expression stability analysis of 5 housekeeping genes in this study. Thus, normalization with multiple reference genes is becoming popular and standard in plant research [33, 41] .
It was surprising that the most popular housekeeping genes, Actin1, Actin7 and Actin85C, TUBB3, GAPDH, EF-1α and SAND, performed poorly as reference genes in this study. From the analysis above, TUBB3 and SAND were the 2 unstablest reference genes among 5 tested housekeeping genes in multiple samples of different biological processes. In protocorms, tissues and both, Actin1 showed more expression stability than GAPDH and EF-1α. In tissues and both samples, GAPDH showed the highest stability values. All these results reflected these commonly used housekeeping genes were variable, which also confirmed the importance to select appropriate reference genes for normalization of gene expression.
For further calculating the influences of different members of housekeeping gene family, three members of Actin family in D. officinale were selected according to the expression difference in transcriptome for RT-qPCR experiment. In analysis above, three Actin genes ranked at the back of the line among all samples calculated by 4 application softwares, except Actin1 in stem parts. The commonly used Actin1 had more expression stability than Actin7 and Actin85C, but it only ranked at 6, 11, 10, 2, 3 and 10 successively calculated by RefFinder (Fig  3) across the 6 kinds of samples in this study, being inferior to the other CIRGs from the transcriptome. So, some housekeeping genes were not suitable as effective IRGs because of their low expression stability in a given biological process, At present, RT-qPCR has significantly improved the detection and quantification of expression profiles of target genes in distinct biological processes, especially for the lower abundant genes. The main advantages of this technique are its high sensitivity, high specificity and broad quantification range [42, 43] . For these reasons, RT-qPCR is the first choice for accurate and sensitive quantification of gene expression profiles. As gene expression level was becoming a research hotspot, it is necessary to screen the internal control genes for gene expression normalization. An ideal control gene or IRG should be relatively stably expressed in different development stages, different tissues and some other samples exposed to different experiment conditions. But actually, it's not always the cases, such as ASS was the stablest IRG in protocorms, but not in stem parts; Actin1 stabler in stem parts, but not in protocorms, and so on. So, there may be no universal IRG or IRGs suitable for all biological processes for gene expression normalization. An effective mean should be used for finding the optimal IRG or IRGs in a given biological process. And as long as the IRG or IRGs were determined, it could be used for almost all genes' expression normalization in this process. It was only possible to screen the best IRG or IRGs from the high-throughput level, such as whole transcriptomic analysis in our study and high-density oligonucleotide array-based expression profiles analysis [41] , in a biological process. So, the appropriate IRGs could be selected form the whole transcriptomic analysis.
Although most authors agree in using only one single gene as an internal control for normalization, it has been suggested that using two or more reference genes for RT-qPCR studies might generate more reliable results [1, 44] . In this study, 1 stablest IRG or 2 stablest IRGs were identical by 4 application softwares in protocorms and the relative expression level of interested genes normalized by this or these IRGs showed no significant difference (Fig 5A and 5B) , indicating that if IRG or IRGs was appropriate, number of IRGs will not significantly influence the result of interested gene expression normalization. So, a few IRGs, even 1~2 IRGs were enough to used as the internal control reference genes for other genes normalizations in a specific biological process. On contrary, using inappropriate IRGs will lead to large difference (Fig 5C) , and a certain number of optimal IRGs should be included to ensure the accuracy of the normalization of genes expression.
To evaluate the best IRG or IRGs for protocorms, tissues, both of protocorms and tissues, stem parts, temperature stress and PEG stress in D. officinale, three different statistical approaches, geNorm, NormFinder and BestKeeper, were utilized to identify the expression stability of 19 CIRGs. The most prominent observation was that each type of software produced a different set of top-ranked reference genes, since they are based on distinct statistical algorithms [34] . In protocorms, 2 stablest IRGs were ASS and APH1L according to 3 application softwares and rank of 19 CIRGs showed least difference; however, the top stablest IRGs and rank of 19 CIRGs showed greater difference in tissues and other samples. It indicated that not only the statistical algorithms, but origin of CIRGs would influence the top stablest IRGs and rank of CIRGs. So, it is best to identify IRG or IRGs from the stably expressed genes in a given biological process and there were no greater difference among application softwares if CIRGs come from high-throughout sequence data.
Conclusions
In this report, using most stably expressed genes from whole transcriptome as CIRGs and some application softwares, such as geNorm, ASS and APH1L were determined as the optimal IRGs for gene expression normalization in protocorm development of D. officinale. This work will be very useful for further gene expression analysis and finding the regulatory mechanism of protocorm development. 
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